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the cases. Immunoluminometric and immunonepholomet-
ric methods were used for PCT (Procalcitonin) and CRP (C
reactive protein) detections, respectively.
Eighteen (39.13%) among the 46 primary JIA and EC
groups had infections in different regions of their body
whereas only two indivudials from the HC showed infec-
tions (p < 0.05). M. pneumoniae infections were found much
higher in the groups with primary and EC when compared
with the HC. Furthermore, C. jejuni IgG seropositivity was
detected signiﬁcantly higher in JIA group than that of
the HC. While, in JIA cases with regard to bacterial and
viral factors, PCT levels were not found signiﬁcantly higher
(0.02 ng/ml), the mean value for CRP levels in patients with
JIA were found 7.62mg/l. A statistically signiﬁcant differ-
ence was detected between the primary JIA and EC groups
and HC group for both PCT and CRP levels (p < 0.05).
In conclusion, the results of our study which is the ﬁrst
in this ﬁeld and including such a large group organisms in
the same serial for JIA pathogenesis gave the idea that
some microorganisms could trigger or worsen the clinical
appearence in subject level. In particular, M. pneumoniae ve
C. jejuni draw attention especially in primary JIA and EC. We
suppose that it is possible to prevent antigenic stimulation
and as a result to obtain recovery in clinical presentation
with early detection of microorganisms which were thought
to be primary or interfering factors causing infections in the
aetiopathogenesis of JIA and also adding speciﬁc antimi-
crobial therapy to the standard regimen of JIA therapy to
eradicate these microorganisms. The relationship between
JIA aetiopathogenesis and microorganisms has to be clariﬁed
for the above reasons. To reach this goal, we suppose that
conducting larger, serial, especially molecular based serial
studies which include samples from synovial regions which
are very difﬁcult sampling will be helpfull.
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Background: Diarrheagenic E. coli (DEC) represents an
important group of enteric pathogens that cause human
diarrhea and has been of increasing public concerns recent
years. Since it is not easily distinguished from normal non-
pathogenic ﬂora due to inappropriate diagnostic methods,
modern molecular diagnostic assays are required. Several
distinct groups of E. coli which include the enteropathogenic
(EPEC), enteroinvasive (EIEC), enteroaggregative (EAEC),
enterotoxigenic (ETEC) and Shiga toxin-producing (STEC)
strains are important causes of diarrheal diseases in devel-
oping countries. The aim of this study was to evaluate the
contribution of the different DEC categories to children’s
diarrhea.
Methods: Molecular techniques were used for studying
the epidemiology of diarrheal infections due to DEC in Iran.
In total, 750 E. coli strains isolated from stools of 200
patients with diarrhea were collected between JUN and SEP
2007. Polymerase chain reaction (PCR) was performed to
determine the presence of the genes encoding DEC viru-
lence factors including: eaeA, bfpA, estA, eltB, inv, stx and
pCVD432, as virulence markers to distinguish EPEC, ETEC,
EIEC, STEC and EAEC.
Results: ETEC strains were isolated from 13 children
(6.5%). The distribution of these strains according to the
type of enterotoxin synthesized was as follows: 10 strains
(76.9%) produced the heat-stable toxin (ST), 2 strains
(15.4%) synthesized the heat-labile toxin (LT), and 1 strain
(7.7%) produced both toxins. EAEC strains were isolated from
16 (8%) children, and STEC was detected in 7 children (3.5%);
no EIEC strains were isolated. two of these 16 EAEC strains
also produced ST toxin. Finally, EPEC strains were isolated in
41 cases (20.5%). In this study, two PCR techniques, ampli-
fying the bfpA gene, or the eaeA gene, were used to detect
EPEC strains. Forty-one strains were found to have at least
one of these genes; 29 of the 41 strains had only the eaeA
gene, 3 strains had only the bfpA gene, 9 strains were both
genes positive. Therefore, it seems that the presence of the
eaeA gene is more highly linked to EPEC than is the presence
of the bfp gene.
Conclusion: PCR was shown to be useful technique for
the epidemiological study of DEC where this organism is a
major cause of diarrhea. In this study, EPEC was found to be
the category of DEC which most frequently causes diarrhea
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Background: In preparation for therapeutic use of tige-
cycline (ﬁrst in class glycylcycline) in Japan, a retrospective
sample of clinical isolates (2003—2004) was tested by the
SENTRY Antimicrobial Surveillance Program. All tests were
by reference methods.
Methods: Three university hospitals collected 1,033
pathogens for central laboratory processing by the CLSI pro-
cedures (fresh MH broth media) with concurrent quality
control. Tigecycline and 23 comparators were tested includ-
ing minocycline and tetracycline. Most numerous organisms
